A B relative activity [%] C relative growth relative
0 50 100 cell line Vs unexcised complementation
; ' ! (%) vs EXP1wt™ (%)
promoter AEXP1 4 ¢' AEXP1 17.592.01 0.00£3.27
Lﬂm.dﬁ_m - e I'O-}g.j EXP1wt™ 80.21+11.39 101.93+18.55
L hsp86 emrmErTeEEm A *+% EXPAwt™ 87.62+7.32 113.98+11.91
eotoa o |
L SFA% e | ° EXPIwt™ 35.95£15.69 29.89:25.54
G83L GY4L i :
7 ‘,"IFl ! EXP1TMmut 25.35+5.60 12.63+9.12
1-166 : '
10 &* i PHEXP1 45.925.80 46.119.44
SPHl ™ mScariot NS 4 i EXP1wt-mScarlet | 20.90£5.59 5.39£9.10
V65A E66A R70A : :
4 e EXP1-3xmut 55.96£9.96 62.45+16.22
SER IR 7,1 [ %8 EXP1R70A™ 60.00+5.63 69.03£9.18
I hsps6 sombiiimrm——wn | 'Y EXP1 R70A™ 79.38+1.59 100.56+2.60
1-104 : '
T B e k) : EXP1AC™™ 54.07+8.49 59.37+13.82
1.1 : :
SPLIL TV 1 i@l%e o EXPIAC™™® | 34.36+9.55 27.29+15.54
1-144 H :
SPLI ™ w 4 “sdsie EXP1AC"™ 56.32+8.41 63.03+13.81
——1.105 ——— 76-136 ' :
SPEl ™ Ty1 I‘—O-I.—l. E EXP1ETR4C 32.30£13.03 23.94121.21
1-105 98-166 i :
SPull T d | ¢ e F8p e PEXP1PbC 58.90+12.90 67.24+21.00
—170— 102162 E :
SP Ty1 1 € i exportedEXP1C 22.44+4 90 7.89+7.98
1-30 42-162 : :
N i eewd | 0 WP ; EXP1AED 38.1424.27 33.4416.95
—1-43— 21-50——74-162— : !
SPill T™ Ty1 [T ; EXP1ETR2N™ | 28.106.44 17.10£10.47
—1-58—36-50——74-162— : '
SP.IE T™ g | Yefe ; EXPIETRIN™ |  26.43:3.68 14.3945.99
—160—  ——71-162— : i
SPLIEL T\ 2 | | edpe i EXP1AN"™ 33.55:6.28 25.96+10.22
———1-74————88-162— i :
SPINIT™ Ty1 * : PEXPINPHC 17.66+3.18 0.11+5.17
signal peptide ] P bergheiexP1 [ ETRAMP4 [] E-domain
B transmembrane domain [ REX3™ [l ETRAMP2 . deleted region
Etrophozoites EXP1 (PF3D7_1121600) ELVEVNKRKSKYKLATIVLRGLLGVVSTVLILGGVGLVLYNTEKGR 107
rings [P=0.0009 ETRAMP10.3 (PF3D7_1016900 DRTLEKLLRKKQI I ISTAAVALAITIGGLEGSLEYKSWKNKNKSK 85
100 I -z ETRAMP8 (PF3D7_0829600) LKLEKYDKKKKFALI|SGAAN ITLIGGIYMTKGRKSSIWHN 86
_ ETRAMP4 (PF3D7_0423700) DEMQKKKQQQOKI IMI|STVVITGLALLI{GSALGFGYLSKSNKKPEVS 86
g ETRAMP12 (PF3D7_1240100) NFQEFRKKHHKAILISSVVSATALLEHGTAYGIGLHLNNKTFIKST 87
bt ETRAMP2 (PF3D7_0202500) TPAERKKRNONIMI YSHIASAVALLIGGAVGLGIHLHKNNKGDNK 81
IS ETRAMP11.1 (PF3D7_1102700) TPAEIKKRNOKLMMY|SATASGVAVLIGAS IGLGVHFSKKKSPKKK 80
S ETRAMP14.1 (PF3D7_1401400) TDIEKKKRNKNIVLYSSLASALALLVGTGVGLGFYYKNKNDKGEK 85
£50 ETRAMP10.1 (PF3D7_1001500) KLTDAQKKKKNI I IFSSVASVILAALIGAG LEEYYKNHKSDNKD 82
2
g F
2 P berghei ~ KNKKSLRKANVALATALSVVSALLLGGAGLVMYNTEKGRH 104
a P. yoelii KNKKSLRKINVALATALSVVSAILLGGAGLVMYNTEKGRR 107
o EEE HELE s P vivax KKKSNYKLATTVLASALGVVSAVLLGGAGLVFYNAGNGRH 106
T T od s P& P malariae KKKSAYKTATTALASTLGLVSALLLGGIGLVLYNNERGRH 106
AEXP1 N AEXP1 N P. falciparum KRKSKYKLA[SVLAGLLGVVSTVLLEGVGLVLYNTEKGRH 108
*\g *\g * ok . * . * ok Kk . K ekk Kkkk e ok * Kk .
Q/ N . N .. N N P . N

57 hpi 24-26 hpi
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